Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.010 Å; R factor = 0.056; wR factor = 0.175; data-to-parameter ratio = 17.2.
Data collection
Rigaku R-AXIS RAPID/ZJUG diffractometer Absorption correction: multi-scan (ABSCOR; Higashi, 1995) T min = 0.279, T max = 0.644 7234 measured reflections 3277 independent reflections 1619 reflections with I > 2(I) R int = 0.071 Refinement R[F 2 > 2(F 2 )] = 0.056 wR(F 2 ) = 0.175 S = 1.00 3277 reflections 191 parameters 1 restraint H-atom parameters constrained Á max = 0.35 e Å À3 Á min = À0.29 e Å À3 Absolute structure: Flack (1983) , 1259 Friedel pairs Flack parameter: 0.03 (2) Table 1 Hydrogen-bond geometry (Å , ). Data collection: PROCESS-AUTO (Rigaku, 2006) ; cell refinement: PROCESS-AUTO; data reduction: CrystalStructure (Rigaku, 2007) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) ; software used to prepare material for publication: WinGX (Farrugia, 2012) .
Figure 1
The molecular structure of the title compound with the atomic labeling scheme. Displacement ellipsoids are drawn at the 50% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
(2S,4R)-2-[(1R)-1-(4-Bromophenyl)-2-nitroethyl]-4-ethylcyclohexanone

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq C1 0.2312 (11) 0.2884 (7) 0.1770 (4) 0.0563 (15) 
